The table enlists all the major phage related elements identified in the compared Salmonella Typhi strains.
Supplementary Table S2: Genomic islands
This table enlists all genomic islands that are predicted in the compared Salmonella Typhi strains.
Supplementary Table S3: Pseudogene clusters file.
The file includes core and accessory orthologous gene clusters of pseudogenes of all strains along with the refined annotation.
Supplementary Figure S1: Core genome based phylogeny
A core genome based consensus Maximum Likelihood phylogenetic tree constructed after 1000 replicates/bootstraps.
Supplementary Figure S2: Comparative analysis of Salmonella Pathogenicity islands
The status of major Pathogenicity islands of Salmonella Typhi was identified among all the strains. Each inner ring represents an individual genome in a particular color along with their percentage identity level shown in gradation of color. The pathogenicity islands are marked in the outer ring. 
Supplementary

Supplementary Methods
Core genome based phylogeny
The core genome based phylogeny was also built using core gene clusters without paralogs. The nucleotide sequences of these orthologous core genes were aligned using Mafft followed by removal of alignments gaps using TrimALL 1, 2 . These pruned alignments were concatenated using PERL script and were supplied as an input to RAxML for phylogenetic analysis 3 . The core genome based phylogenetic tree was constructed using GTR nucleotide substitution model with gamma correction. A consensus Maximum Likelihood phylogenetic tree was constructed after 1000 replicates/bootstraps
COG Functional classification
The query genes were aligned against a CDD database downloaded from the NCBI COG database using RPS blast and the error value threshold as 0.00001 4 . The best hit for each gene and its corresponding COG was extracted. The genes which failed to produce a significant hit were considered as hypothetical genes.
